(1 − FST center ) (1 − FST range ) = 1.004LD center LD edges = 0.785Figure S1 : Simulation results for 1 replicate of the secondary contact model with t C = 1. For ∆ and LD, the subscript center denotes the mean over demes 49-52 (green zone) and edges over demes 24-27 and 74-77 (blue zone) . For F ST , center denotes demes 50 and 51 (green zone) and range the mean over the neighboring demes in 26-74 except demes 50 and 51 (blue zone). Pink: admixture zone; width 2σ √ t C = 8.94 in either direction from the center of the zone.(1 − FST center ) (1 − FST range ) = 0.997Figure S2 : Simulation results for 1 replicate of the secondary contact model with t C = 4. See fig. S1 for a description. Admixture zone width 2σ √ t C = 17.9 in either direction from the center of the zone. ∆ center ∆ edges = 1.062(1 − FST center ) (1 − FST range ) = 0.727LD center LD edges = 0.845Figure S3 : Simulation results for 1 replicate of the stepping stone model with m B = 2. For ∆ and LD, the subscript center denotes the mean over demes 49-52 (green zone) and edges over demes 24-27 and 74-77 (blue zone). For the F ST , center denotes demes 50 and 51 (green zone) and range the mean over the neighboring demes in 26-74 except demes 50 and 51 (blue zone). Rousset (1997) showed that for a one dimensional habitat pairwise F ST /(1 − F ST ) increases linearly with geographic distance r for pairs of subpopulations with slope 1/(4N σ 2 ), as long as √ 2mr/σ 1. Here, we compare this theoretical prediction to our simulation results. Dots: Mean over 100 replicates. Error bars: ±2 standard deviations over 100 replicates. Straight lines depict theory predictions, with slope 1/20 (σ 2 = 2m = 20, 4N = 1).
S3 Simulations at additional parameter combinations
To assess the sensitivity of the results with regard to the other parameters of the models, we resimulated under the secondary contact model with t C = 1 and varied the bottleneck intensity ( figure S6 ) and the expansion speed (d; figure S7 ). For comparison, the stepping stone model is shown with the same parameters as in the main text. In addition, we vary the migration rate m simultaneously in both models, in the secondary contact model with t C = 1 and in the stepping stone model with m B /m = 0.002 (figure S8). 
S4 Different sampling schemes
We repeat the analysis with smaller datasets. Instead of 100 independent loci, we subsample the data and compute the summary statistics on 10 or 20 loci, respectively ( fig. S9 and S10. We also simulate new data with only 4 genomes per deme ( fig. S11 instead of 20) . In addition, we compute the summary statistics for a dataset, where 20 genomes have been sampled from every 5th deme only (deme 5, 10, . . . , 50, 51, 56, . . . , 96), so the data consists of DNA sequences from 20 demes ( fig. S12 ). Table S4 : FST ratio.
